Here, we announce the complete genome sequence of the Mycobacterium avium subsp. avium strain DSM 44156, also deposited as ATCC 25291 and TMC 724. The reference strain was originally described as a serotype 2 strain isolated from a hen by F. D. Chester in 1901.
redundancies and the replication gene was done based on BLAST, and circularization and rotation to the replication genes were performed using the genomecirculator.jar tool (https://github.com/boykebunk/genomefinish). Error correction was performed by mapping the Illumina short reads onto the finished genome using the Burrows-Wheeler Aligner (BWA) 0.6.2 in paired-end (sample) mode using default settings (12) with subsequent variant and consensus calling using VarScan 2.3.6 (13) . Genome annotation was based on Prokka 1.8 (14) with subsequent manual curation.
The complete circular chromosome comprises 4,956,929 bp with 4,626 predicted genes and 4,529 coding sequences (CDS), 301 of which carry signal peptide sequences. The GC content was determined to be 69.3%. The genome harbors 3 rRNA genes and 58 tRNA genes. The average (long-read) sequencing depth is 87ϫ. Sequencing was conducted from authentic biological material grown from an ampule at DSMZ.
Data availability. The genome sequence has been deposited at NCBI GenBank under accession number CP046507. The version described in this paper is the first version, CP046507.1. The raw sequence reads have been submitted to the NCBI SRA under the accession number of the corresponding BioProject, PRJNA591110.
